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SEQID 
NO. 


BIALLELIC 
MARKER ID 


ORIGINAL 
ALLELE 


ALTERNATIVE ALLELE 


1 


20-828-311 


C 


T 


1,4 


17-42-319 


C 


T 


1,2,4 


17-41-250 


c 


T 


1 


20-841-149 


A 


G 


1 


20-842-115 


G 


A 


1 


20-853-415 


C 


T 



Figure 1 
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SEQ ID 
no. 


Biallelic Marker 
ID 


Original 
Allele 


Alternative 
Allele 


Position Range of 
Preferred Sequences 


1 


20-828-311 


C 


T 


739-1739 


1 


17-42-319 


C 


T 


10946-12958; 13470- 
13526; 13641-13752 


1 


17-41-250 


C 


T 


14271-17969 


1 


20-841-149 


A 


G 


41718-42718 


1 


20-842-115 


G 


A 


44942-45942 


1 


20-853-415 


C 


T 


76558-77558 


2 


17-41-250 


C 


T 


1-1879 


4 


17-42-319 


C 


T 


1-1498; 1613-1724 


4 


17-41-250 


C 


T 


2243-3940; 3941-5381 



Figure 2 
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A 



SEQ ID NO. 


POSITION OF CONFLICT 


NUCLEOTIDE 


1 


13269 (SEQ ID No 1) 


T (original) 


4 


1241 (SEQ ID No 4) 


C (alternative) 


B 


SEQ ID NO. 


POSITION OF CONFLICT 


NUCLEOTIDE 


1 


13475 (SEQ ID No 1) 


G (original) 


4 


1447 (SEQ ID No 4) 


A (alternative) 



Figures 3A, 3B 
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oJ^y. ID. INU 


POSITION RANGE O 
MICROSEQUENCING 
rKllVir>K3 


COMPLEMENTARY POSITIN 
RANGE OF 
MICROSEQUENCING 

¥>T> ¥ A /ft? T> C 

rKlMJi.Kb 


I 


lzzU-lzJo 


lz4U-125s 


1 


lz3zo-lz34o 


12J4o-12Joo 


1 


IDzzz-l 5Z4U 


15242-15260 


1 


42199-42217 


^ 1 A 1 A ^ A A^ ^7 

422 19-42237 


1 


45423-45441 


45443-4546 1 


1 


//yJiy-/ /057 


nnnr o ^T~~l (~\T~1 


4 


300-318 


320-338 


4 


3194-3212 


3214-3232 | 



Figure 4 
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SEQ. ID NO. 


POSITION RANGE OF 
AMPLIFICATION 
PRIMERS 


COMPLEMENTARY 
POSITION RANGE OF 
AMPLIFICATION 
PRIMERS 




929-949 


1357-1377 




12029-12050 


12581-12603 


. 


14992-15012 


15460-15482 




42070-42090 


42572-42591 




45328-45347 


45863-45883 


1 


76644-76664 


77166-77185 


4 


1-11022 


553-11575 


4 


899-11920 


1441-12461 


4 


1246-12267 


1632-12651 


4 


2964-13984 


3432-14454 



Figure 5 
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SEQ. ID NO 


POSITION RANGE OF PFOBES 


1 


1227-1251 


1 


12335-12359 


1 


15229-15253 


1 


42206-42230 


1 


45430-45454 


1 


77046-77070 


4 


307-331 


4 


3201-3225 



Figure 6 



Alignment of ApoA IV-related cDNA with Human and Swine 

cDNA's 



ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA FV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 



AGACGTGAGCAC^GCAGATAATGqC^ 7 9 

jMTTCCC&CTGC&GCGj CAGGTG- AGCT^CTCCTGAGGACCT^- CT CTGTCAGCTCC OTGAT11GTAGGGAGG 6 8 

IGCA CAGGTG- AGCTd- CCTGAGAACCT- - - CTC fcTCCAC GGAGGj 3 9 



!CACCCAGGC&CG<3A ^ 159 

^A^CCAG - TGTGGCAA GAAACTCCTCCAGCC CAGCAAG - - CAGCT - CAGGATG TTCCTGA- -i 124 

- ACCCAG- TGC AG TAA GAGACACxfrcCAGCC CAGCGGG- - - AGCT- CAGGATG TTCCTGA- -j 93 



[AGAAGiATGc]^ 239 

[aGGCi CGTGGTCC - TGACCCTG - - GCCCTGG TGGqTCTCGCCGGAGCCAGGGC - - TGAGGTCACJ- - TGCTGACCa6g| 193 

1AGGCT T IGTGGTCC - TGAGCCTG - - GCCCTGG TGG CCGTCACCGGUGCCCGGGC - - TGAGGTCAA - - TGCCGACCAAfj 162 

IGtS 319 

- TGAT - GTGGGACT ACTTCAGCCAG - CTGAGCAACAATGCCAAGGAGGG^GT - GGAACATCI 1 260 

- TGAT - GTGGGACT ACTTCAGCCAG- CTGGGCAGCAATG CCAAGAAGGCTGT - GGAACATCT, 229 



-GGCCAC§G 
-GGCTliACTG 



Gj^GffiGgTC^ 399 

pCAG - AA^TCTGATtoCACC - - CAGCAACTCA ATGGCCTC- - - TTCCAGGAC - - AAACTTGGAG -i 316 

jCCAG - AAGTCTGAGCTCACC - - CAGCAGCTCA ACAGTCTC- - -TTCCAGGAC- -AAACTTGGQG 1 285 



AGGAAGTGAA^CCCTACACGATjG^A^ 479 

j- - -AAGTGAACAC^ACGC^^ GCCTG 387 

i AAGTGAACACCTACACGdAGGACCTGCAGAAGAAGCTGGTGCCCTTTGCC^ GCCTQ 356 

BTGGGgd^ 559 

GC CAAGGACT uGGAGA - - -A§CTG- -AAGGAG GAGATTGCGAAGGAGCTGGAGGAGCTGA!GGGCCCGGCTf 452 

a |c- - - CAAGGACTGAGAGA- - -AGCTG- -AAGGAG GAGATTCGAAGGGAGCTGGAGGAGCTGCG^GCCCGGClj 421 

sfoGCAC€A&Ec^G< g^ 638 

GCTGCCCCATCCCAATi GAGGTGAGCCAGAAGATCX3GGGACAACCTGCGA^ - CGCC- - - Ti 518 

GCTGCCCCACGcff ^ QC GAGGrGAGCCAGAAAATCGG^GACAAC GrGCG OGAGCTGCAGCAG - CGCC - - -T-j 487 



C&GGAGqTjgCACCG^^ 718 

P^GGAGCC - CITA'CGCGGACCAGCT - -GCGCACCCAGGTCAACAC^- CAGGCC^GAGCAGCTGCG GCGC-CAGCTG 585 

I—GGQGCC-C^Tt;^^ CAGGTT - CAGCAGCTGGA GCGC- CAGCTQ 554 



^MC^GAGCAGAA CCTGG ACCA^ 798 
^TGCGGGAGAAC- - - ^GCCGACAGCCTGCAGGCCTOGcKaGG 654 



GSAGCTdAC^CljcAAGp GCAAG^ CCliGCA( 

^CQCCCTACG--c4dAGC GCATGGAGi ._ ^ 

AAGCCCTACG- -C^GAGC GCATGGAGTdcGTGC - TACGGCAGAAC- - - -ATCGGC^^CTGGAGGCCTdcGTGQCA 623 

CC^-jrGC affigcfeg^ 877 

CCCaSoGC CpAC- - - GAGCTCAAGGGCAAGATCGACCAGAAC GTGGAGGAGCTCAAGGGAC i 712 

CCCTATGq GjGA^ - - - GAGlfrCAAGGCCAAGATCGA^icAGAA^ GTGGAGGAGCTCAAGGQGa| 1 681 



-GCCTTACGC CCTAC- -GcjTGXCjGA- -|Al}TCAAAGTCAAG- - ATTGACCAGA^CGTGGAGGAGCTGCGgC - GC 

I-GCCt SaCGC CCTjfi j- -GCE3GA 1 QGA- -GCTC^ GGC ICAAG- - ATCGATCAGA^CGTGGAGGAGCTGCGGC - GC 



957 
777 
746 



AG<ITGfogGC^ 1037 

AGCCTG- GC^CCCTATGCi; CAGGACAGGjCAGG AGAAGCTCAACCACCAGCT -TGAGGGCCTGA \ 838 

AGCCTG - GCCCCCTATGGG CAGGACCtT.CCAGG AGAAGCTCAACCACCAGCT CGAGGGCCTGGi -j BO 7 



CTGCAGC^ CqGTOTC^TGACCTGTG^ 1117 

CCTTCCAGATGA AGAAGAjACX3C?CGA - -GGAGC- - TO^GC^CAGGATCTCCWCC^G^TG | 8 92 

CCTTCCAGATGA AGAAGCA^G(flGA- -GGAGC- -TGAAGGCCAAGATCTCGGCCaW-TG -j 861 



dTIGAGGA'lHAjq^ 1197 

CCGAGGAGCTGC GGCAGA -IgjQCT GGCpCCCTTGGCCGAGdACGT- - -GCGTGGcSa- -Q 945 

CCGAQGAGCTGC GGCAGA AGCT GG l bcC G GTGGCCGAGAACGT - - - GCATGGC - CA- H T 914 

jcifTGgAA^^ 1277 
|CTGAgSgGCAAC- - ACCGAG - CX^CTGCAGAAGt1]a ! CTg"^GQ^^ - - - GGACCAGCAGGTGGAGcj 1018 

ICTGAAGGGCAAC- - ACCGAG - GGGCTGCAGAAGTcf dcTG A CT GGAGCTG AGA AG CCACCT - - -GGACCAGCAGGTGGAGG 987 

jA^TATCC&GjOCTig^ 1357 

lAGTTCCGAtfGCCIGpGTGGAGCCCTA - - CGGGGA^ACTTCA - - - ACAAAGCCCTG - - - GTGCAGC AG |A 1078 

AGTTCCr^CTCAAGGTGGAGCCCTA- - CGGGGAG aFcTTCA - - - ACAAAGCTTTG - - -GTGCAGC AG G 1047 



Figure 7 A 
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Alignment of ApoA IV-related cDNA with Human and Swine 

cDNA's 



ApoA P/ related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 

ApoA IV related 
Human ApoA IV 
Swine ApoA IV 



TGGGjaATpCTCATOAGTT^ 1437 

TGGA^CAGCTCAGGA CGAAACTGGGCCCCCATGCGGGGG ACGTGGAAGGCCACTjTG -J 1134 

TGGAGGATjCTCAGG C lAGAAGCTGGGCCCraTGGCGGGGG ACGTGGAQGGCCACCTG-; 1103 

ajAiGqcijGT^^ 1517 

pAGCTTCCTGGAGAAG^GCTGAGGGACAAGGTCA- - ACTCCTT CTTCAG- CACCTTCAA GGAGA 1195 

1 - AGCTTCCTGGAGAAGGATCTGAGGGACAAGGTCA - -ACACCTT CTTCAG- CACCCTCAA IAGAGG 1164 



CCACTGCTAQ AGCT^TCCAC^ 1597 

AASaGAGCCA-GGACAAGACT - CTCTCCCTCCCTGAGCTGGAGCAACAGC [ AGGAA dAGCAT CAG 1257 

AGGCGAGCCA- GG^CjCAGAGC - C A GGCCCTCCCT GCA j 1199 



|GAGCAGc{a^CAGGA - - CTGGCCCCACCCTOG 1335 
jCAGGAGAAGG l d3CAG— - - - - bCCCCTTTGGAGGGCTCAGCTGCCCCTGGTGCT- - C CC ACCCCACCC CTG 1262 

TQ3GOTGTGATAGGAGAGGGCAGAGjcC 1757 

JTGGAC ACCTGC CCTGCCCT-GCC- - - -ACCT GTCTGT - CTGTCCCAA - -| 1 3 76 

- - - iAC ACCTGC CCTGCCCT - GCCCCCTGTCT GTCTGT - CTGTCCCAA - -! 13 04 

GTGSd^gTQdTTAAA^CCTjC^ 1837 

pTAG^jAGTTC- T§GTATG^CTT^3GACACA TGTCCAGTGG^^TGA^C^CCTCTOA^TA^CAA- - Tfl 1444 

h -AG CAGTTC-TT , GTAC fliAAc{c|lfAQGGA ^ACA TCTCCAGTGGACCGTGAdAChrACCTCTGGA - -TACTCAA- -TA 1372 



jftAC^CTAGAfJTTCTGGCTrCB^ 

jAAGCT GCTGAGA- -A§CTAGCC fee 

lAAGCT GCTGAGA- -AACT 



1879 
1466 
1388 



Figure 7 B 
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Alignment of ApoA IV-related cDNA with Rat RAP3 cDNAs 



ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 



AGACGTGAGCAGA GCAG&jA^G^ 80 

; GC- -ATCGTGGAAAGCATGGCTGCCGTCATCACCTG 65 

1 GC--ATCGTGGAAAGCATGGCTGCCGTCATCACCTG^ 65 

ACGCAGGCACX^ 160 

pTACAGGCGAGGAAGAGCTTCTGGGAGTACTTC^ CAGcA 13 9 

jGTACAGGCGAGGAAGAGCTTCTGGGAGTACTT^ CAGCA 139 

jGAAGATGGCTCGCGA ^ 240 

GAAGCTGGCACAGGAG AGCCTGAAAGGTAGCTTGGAGCAAGACCTCTACAATATGAA 213 

GAAGCTGGCACAGGAG AGCCTGAAAGGTAGCTTGGAGCAAGACCTCTACAATATGAACAATTTCCTAGAAAA 213 

fTG^CCTd^ 314 
[TGGGACCCITGAGAGAGCCTGGGAAGGAGCCT 2 93 

rTGGGACCCTTGAGAGAGCCTGGGAAGGAGCCTCCTCGGCTGGCACA 293 

BftCjTrGG^^ 394 
GAGCTGGAGGAAGTGAGCACACGCCTGGAGCCCT 373 
iGAGCTGGAGGAAGTGAGCACACGCCTGGAGCCCTACATGGCTGCAAAGCAC^ 373 

pOGGCAGCA^CjTCAA^OT 474 
JGAGG CAGCAGT TGAAACCCTACACGGT CGA.G CTG ATGGAGCAGGTAGGCCTG AG CGTGCAGGAT CTG CAAGAACAGCTGG 453 
GAGGCAGCAGTTGAAACCCTACACGGTCGAGCT^ 453 

t bC^GCTGGGGGAA^ 554 
pCATGGTGGGAAAAGGCACCAAGGCCCAGCTCCTGGGGGGCGTGGATGAG^ 533 
pCATGGTGGGAAAAGGCACCAAGGCCCAGCTCCTGGGGGGCGTGGATG^ 533 

HaSTGCTCX^ 534 
|CGAGTGCTGCACCATACGGACCGAGTCAAAGAACTCTTCCACCOT 613 
ICGAGTGCTGCACCATACC^CCGAGTCAAAGA^ 613 

GGTGCAGGAGCTGCACCGjjAGT 714 
fTGTGCAGGAGCTGCACCGGAGTGTTG CTCCT CACGCAGTTGCCAGC CCCGCGAG ACT CAG TCGCTG CGTGCAGAC CCTGlj 693 
frGTGCAGGAGCTGCACCGGAGTGTTGCTCOT 693 

jcC&G^OTCA^ 794 
CCCACAAACTCACACGTAAGGCGAAGGACTTGCACACCAGCATCCAA 773 
ICCCACAAACTCACACGTAAGGCGAAGGACTTGC^ 773 

RgA- - - GCCTlfrG^^Cftd^ 368 
jACCTTCATCCGTGTCAGCACAGACGGGGCAGACAACA 853 
ACCTTCATCCGTGTCAGCACAGACGGGGCAGACAACAGAGACTCCCT 853 

BCGACm^^ 948 
GAGACTCCAGGCTTTT CGACATGACACCTAC CTG CAGATCGCTGCATTCACT CAGGCCATTGACCAGGAGACCGAGG AA^ 93 3 
iGAGACTCCAGGCTTTTCGACATGACAC^ 933 

TCCAGCAgCAGCTGC^CCACdTjc^CGAG^ 1028 
TCCAGCACCAGCTGGCACCACCCCCGCCTAGCCACAGGGCCrTCOT 1013 
TCCAGCACCAGCTGGCACCACCCCCGCCTAGCCACAGCGCCT^ 1013 

|CTGA<X3iAGCT(^ 1108 
;CTGAGCAGACTGCAGAGCCGGCTGGACGACCTCTGGGAAGATATT ---| 1090 

iCTGAG CAG ACTGCAGAG CCGG CTGGACGACCTCT GGGAAGATATTGCCTATGGC CTT CATGACCAGGGCCATAGTCA - - -' 10 90 

GOGGC^ 1187 

- GAATAACCCTGAGGGTC ACT CAGGTTAA CTCTGCAGCTCGTTGTCTGGA CCCTGAGC CTT CAGCA 1 1 5 5 

- GAATAACCCTGAGGGT C ACTCAGGTTAACT CTGCAGCT CGT TGTCTGGA CCCTGAGCCTTCAGCA 1155 



Figure 9 A 
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Alignment of ApoA IV-related cDNA with Rat RAP3 

cDNAs 



ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3 B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3B 

ApoA IV related 
Rat RAP3 A 
Rat RAP3B 



TGGTTCAGTCCTTGAAACTSGOT 1266 

TGG CCTAATAGGCAGAGGGTGGAGGCT 1217 

TGG CCTAATAGGCAGAGGGTGGAGGGTC 1217 



iCTGTCTCCl^A^A^CCAG 1346 
jcTG- CCCCAACCTGTCTGGCCTCCT-- CAACTCCCCCACTCAGGTGCATTACACT 1295 
1CTG- CCCCAACCTGTCTGGCCTCCT- CAACT CCCCCACTCAGGTGCATTACACTCAGTAGGTTTGGCAAA^ 1285 



CACTGCTCATTTGGGAT^COT 

pjOGTGCrCATTTGGGA- tCCTAgtGGAG; CAAd AbTG - GGGTjqA !AGGGAG TGGGGAjG - A* TGGTGT ' 

c h | 1 — 



TpAI^ATjCTGCAAGCC- - UGTTT^ G&T^TGCTGGAAGCCTGTGC^ 1504 
AG^CTG ACTGCAAGCG A^AClTdAfc^d^ 1440 
□ 1285 



GGCm 5CCTGGTGGcjQfi|CT^ 1584 
j- - -TCCCT^Tjg^ 1517 
1285 



ATAGAAGG^GA^GAGA^liATCA^ TC--TGATq 1658 

AG(A^GCAj^(^CATC^C^ 1597 
1 ; j _ -jTIj 1285 



^CTGGrGQGTAjqCj -A^A^?G-^— TGGG^^^dTp 1720 

GGATAAATjjTGT/G ffl 1677 
fTTj 1 1 !----! [— -j 12B5 



rCTA^OACOTAAATAAGGGACTGA^A CCCTCCC^tfljCT 1 (j 1799 
TCTA-ACC CAAATAAGdAACTG4 G jcCCTch - ^CjGAbTQAkjQGCTT^ 1 754 

4^ !-J P 1285 




) |dcCTAGACTT|CJTG^C7^ CAAATGAAATAGA iB'li^llATGA'If 1878 
- GACTl[T]TGQTT?GGAATGAAAT AGA QQCTQATGA'If 183 2 
1285 



- -AAAAAAAAAAAAAAA 



1879 
1850 
1300 



Figure 9 B 
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118 



120 



DATA 
RETRIEVING 
DEVICE 



DISPLAY 



Figure 11 
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201 



2 °° r^f 

X — 




STORE NEW SEQUENCE TO A MEMORY 




r 


OPEN DATABASE OF SEQUENCES 




r 


READ FIRST SEQUENCE IN DATABASE 


i 


* 




PERFORM COMPARISON OF NEW SEQUENCE AND 
STORED SEQUENCE 



202 



204 



206 



210 



GO TO NEXT 
SEQUENCE IN 

DATABASE 
z 




224 
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252 



250 



NO 



C START 





READ NEXT CHARACTER OF FIRST AND SECOND 
SEQUENCES 



270 




274 



MORE 

CHARACTERS TO YES- 
READ? 



1 


r 


STORE A FIRST SEQUENCE TO A MEMORY 




r 


STORE A SECOND SEQUENCE TO A MEMORY 




r 


READ FIRST CHARACTER OF FIRST SEQUENCE 




r 


READ FIRST CHARACTER OF SECOND SEQUENCE 




264 



254 



256 



260 



262. 



268 



YES 



276 



Figure 13 
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302 



300 



C 



START 



1 

STORE A FIRST SEQU 


ENCE TO A MEMORY 






OPEN A DATABASE OF SEQUENCE FEATURES 






READ FIRST FEATUR 


E FROM DATABASE 




4 


COMPARE FEATURE ATTRIBUTES WITH THE FIRST 
SEQUENCE 



304 



306 



308 



310 



READ NEXT 
FEATURE IN 
DATABASE 
? 




Figure 14 



